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SEQUENCE LISTING 

<110> Merck & Co., Inc. 

<120> Melanin-Concentrating Hormone Receptor 

<130> 20493 PCT 

<150> US 60/143,706 
<151> 1999-07-14 



<160> 10 



<170> FastSEQ for Windows Version 4.0 



<210> 1 
<211> 1062 
<212> DNA 
<213> Human 



§5=t: 



<400> 1 

atggacctgg 

cccgataacc 

atcatcatgc 

gtcatcttcg 

ttcatcatca 

caccagctca 

gccatggatg 

cgctacctgg 

accctggtga 

tatgccagac 

ccagacactg 

tttgtggtca 

cccgcctccc 

atctgtctgg 

tccatcagcc 

tatgccaaca 

cgcttggtcc 

cagacggctg 

<210> 2 
<211> 353 
<212> PRT 
<213> Human 



aagcctcgct 
tcacttcggc 
cttcggtgtt 
cggtcgtgaa 
acctctcggt 
tgggcaatgg 
ccaatagtca 
ccactgtcca 
tctgcctcct 
tcatcccctt 
acctctactg 
tcacagccgc 
agcgcagcat 
tcttctttgt 
gcccgaccct 
gctgcctcaa 
tgtcggtgaa 
acgaggagag 



gctgcccact 
aggatcacct 
cggcaccatc 
gaagtccaag 
agtagatctc 
ggtgtggcac 
gttcaccagc 
ccccatctct 
gtgggccctc 
cccaggaggt 
gttcaccctg 
atacgtgagg 
ccggctgcgg 
gtgctgggca 
cacctttgtc 
cccctttgtg 
gcctgcagcc 
gacagaaagc 



ggtcccaacg 
cctcgcacgg 
tgcctcctgg 
ctgcactggt 
ctctttctcc 
tttggggaga 
acctacatcc 
tccacgaagt 
tccttcatca 
gcagtgggct 
taccagtttt 
atcctgcagc 
acaaagaggg 
ccctactatg 
tacttataca 
tacatcgtgc 
caggggcagc 
aaaggcacct 



ccagcaacac 
ggagcatctc 
gcatcatcgg 
gcaacaacgt 
tgggcatgcc 
ccatgtgcac 
tgaccgccat 
tccggaagcc 
gcatcacccc 
gcggcatacg 
tcctggcctt 
gcatgacgtc 
tgacccgcac 
tgctacagct 
atgcggccat 
tctgtgagac 
ttcgcgctgt 
ga 



ctctgatggc 
ctacatcaac 
gaactccacg 
ccccgacatc 
cttcatgatc 
cctcatcacg 
ggccattgac 
ctctgtggcc 
tgtgtggctg 
cctgcccaac 
tgccctgcct 
ctcagtggcc 
agccatcgcc 
gacccagttg 
cagcttgggc 
gttccgcaaa 
cagcaacgct 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1062 



<400> 2 














Met 


Asp 


Leu 


Glu 


Ala 


Ser 


Leu 


Leu 


1 








5 








Thr 


Ser 


Asp 


Gly 
20 


Pro 


Asp 


Asn 


Leu 


Thr 


Gly 


Ser 
35 


He 


Ser 


Tyr 


He 


Asn 
40 


Thr 


He 


Cys 


Leu 


Leu 


Gly 


He 


He 


Val 


50 










55 




V t-A -L. 


T ■* Tf* 


T « 


r» « — 

OCX 


Lys 


Leu 


His 


6<T 










70 






Phe 


He 


He 


Asn 


Leu 
85 


Ser 


Val 


Val 


Pro 


Phe 


Met 


He 
100 


His 


Gin 


Leu 


Met 



Pro 


Thr 
10 


Gly 


Pro 


Asn 


Ala 


Ser 
15 


Asn 


Thr 


Ser 


Ala 


Gly 


Ser 


Pro 


Pro 


Arg 


25 










30 




He 


He 


Met 


Pro 


Ser 


Val 


Phe 


Gly 










45 






Gly 


Asn 


Ser 


Thr 
60 


Val 


He 


Phe 


Ala 


Trp 


Cys 


Asn 


Asn 


Val 


Fro Asp 


He 






75 










80 


Asp 


Leu 


Leu 


Phe 


Leu 


Leu 


Gly Met 




90 










95 




Gly 


Asn 


Gly Val 


Trp 


His 


Phe 


Gly 


105 










110 
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Glu 


Thr 


Met 


Cys 


Thr 


Leu 


He 


Thr 


Ala 


Met 


Asp 


Ala 


Asn 


Ser 


Gin 


Phe 






115 










120 










125 








Thr 


Ser 


Thr 


Tyr 


He 


Leu 


Thr 


Ala 


Met 


Ala 


He 


Asp 


Arg 


Tyr 


Leu 


Ala 




130 










135 










140 






Thr 


Val 


His 


Pro 


He 


Ser 


Ser 


Thr 


Lys 


Phe 


Arg 


Lys 


Pro 


Ser 


Val 


Ala 


145 










150 










155 










160 


Thr 


Leu 


Val 


lie 


Cys 


Leu 


Leu 


Trp 


Ala 


Leu 


Ser 


Phe 


He 


Ser 


He 


Thr 










165 










170 










175 




Pro 


Val 


Trp 


Leu 


Tyr 


Ala 


Arg 


Leu 


He 


Pro 


Phe 


Pro 


Gly 


Gly 


Ala 


Val 








180 










185 








190 






Gly 


Cys 


Gly 


He 


Arg 


Leu 


Pro 


Asn 


Pro 


Asp 


Thr 


Asp 


Leu 


Tyr 


Trp 


Phe 






195 










200 










205 




Thr 


Leu 


Tyr 


Gin 


Phe 


Phe 


Leu 


Ala 


Phe 


Ala 


Leu 


Pro 


Phe 


Val 


Val 


He 




210 










215 










220 










Thr 


Ala 


Ala 


Tyr 


Val 


Arg 


He 


Leu 


Gin 


Arg 


Met 


Thr 


Ser 


Ser 


Val 


Ala 


225 










230 








235 










240 


Pro 


Ala 


Ser 


Gin 


Arg 


Ser 


He 


Arg 


Leu 


Arg 


Thr 


Lys 


Arg 


Val 


Thr 


Arg 










245 










250 










255 


Thr 


Ala 


lie 


Ala 


He 


Cys 


Leu 


Val 


Phe 


Phe 


Val 


Cys 


Trp 


Ala 


Pro 


Tyr 








260 










265 










270 




Tyr 


Val 


Leu 


Gin 


Leu 


Thr 


Gin 


Leu 


Ser 


He 


Ser 


Arg 


Pro 


Thr 


Leu 


Thr 






275 










280 










285 








Phe 


Val 


Tyr 


Leu 


Tyr 


Asn 


Ala 


Ala 


He 


Ser 


Leu 


Gly 


Tyr 


Ala 


Asn 


Ser 




290 










295 










300 








Cys 


Leu 


Asn 


Pro 


Phe 


Val 


Tyr 


He 


Val 


Leu 


Cys 


Glu 


Thr 


Phe 


Arg 


Lys 


305 










310 










315 








320 


Arg 


Leu 


Val 


Leu 


Ser 


Val 


Lys 


Pro 


Ala 


Ala 


Gin 


Gly 


Gin 


Leu 


Arg 


Ala 










325 










330 








335 




Val 


Ser 


Asn 


Ala 


Gin 


Thr 


Ala 


Asp 


Glu 


Glu 


Arg 


Thr 


Glu 


Ser 


Lys 


Gly 








340 










345 










350 


Thr 

































r~ <210> 3 
•N* <211> 1254 
O <212> DNA 
Q <213> Human 

<400> 3 

atgaagaagg gagtggggag ggcagttggg cttggaggcg gcagcggctg ccaggctacg 60 

gaggaagacc cccttcccaa ctgcggggct tgcgctccgg gacaaggtgg caggcgctgg 120 

aggctgccgc agcctgcgtg ggtggagggg agctcagctc ggttgtggga gcaggcgacc 180 

ggcactggct ggatggacct ggaagcctcg ctgctgccca ctggtcccaa cgccagcaac 240 

acctctgatg gccccgataa cctcacttcg gcaggatcac ctcctcgcac ggggagcatc 300 

tcctacatca acatcatcat gccttcggtg ttcggcacca tctgcctcct gggcatcatc 360 

gggaactcca cggtcatctt cgcggtcgtg aagaagtcca agctgcactg gtgcaacaac 42 0 

gtccccgaca tcttcatcat caacctctcg gtagtagatc tcctctttct cctgggcatg 480 

cccttcatga tccaccagct catgggcaat ggggtgtggc actttgggga gaccatgtgc 540 

accctcatca cggccatgga tgccaatagt cagttcacca gcacctacat cctgaccgcc 600 

atggccattg accgctacct ggccactgtc caccccatct cttccacgaa gttccggaag 660 

ccctctgtgg ccaccctggt gatctgcctc ctgtgggccc tctccttcat cagcatcacc 720 

cctgtgtggc tgtatgccag actcatcccc ttcccaggag gtgcagtggg ctgcggcata 780 

cgcctgccca acccagacac tgacctctac tggttcaccc tgtaccagtt tttcctggcc 840 

tttgccctgc cttttgtggt catcacagcc gcatacgtga ggatcctgca gcgcatgacg 900 

tcctcagtgg cccccgcctc ccagcgcagc atccggctgc ggacaaagag ggtgacccgc 960 

aceigccatcg ccatctgtct ggtcttcttt gtgtgctggg caccctacta tgtgctacag 1020 

ctgacccagt tgtccatcag ccgcccgacc ctcacctttg tctacttata caatgcggcc 1080 

atcagcttgg gctatgccaa cagctgcctc aacccctttg tgtacatcgt gctctgtgag 1140 

acgttccgca aacgcttggt cctgtcggtg aagcctgcag cccaggggca gcttcgcgct 1200 

gtcagcaacg ctcagacggc tgacgaggag aggacagaaa gcaaaggcac ctga 1254 

<210> 4 



-2- 



<211> 417 
<212> PRT 
<213> Human 

<400> 4 

Met Lys Lys Gly Val Gly Arg Ala Val Gly Leu Gly Gly Gly Ser Gly 

15 10 15 

Cys Gin Ala Thr Glu Glu Asp Pro Leu Pro Asn Cys Gly Ala Cys Ala 

20 25 30 

Pro Gly Gin Gly Gly Arg Arg Trp Arg Leu Pro Gin Pro Ala Trp Val 

35 40 45 

Glu Gly Ser Ser Ala Arg Leu Trp Glu Gin Ala Thr Gly Thr Gly Trp 

50 55 60 

Met Asp Leu Glu Ala Ser Leu Leu Pro Thr Gly Pro Asn Ala Ser Asn 
65 70 75 80 

Thr Ser Asp Gly Pro Asp Asn Leu Thr Ser Ala Gly Ser Pro Pro Arg 

85 90 95 

Thr Gly Ser lie Ser Tyr lie Asn lie lie Met Pro Ser Val Phe Gly 

100 105 110 

Thr lie Cys Leu Leu Gly lie lie Gly Asn Ser Thr Val lie Phe Ala 

115 120 125 

Val Val Lys Lys Ser Lys Leu His Trp Cys Asn Asn Val Pro Asp lie 

130 135 140 

Phe lie lie Asn Leu Ser Val Val Asp Leu Leu Phe Leu Leu Gly Met 
145 150 155 160 

Pro Phe Met lie His Gin Leu Met Gly Asn Gly Val Trp His Phe Gly 

165 170 175 

Glu Thr Met Cys Thr Leu lie Thr Ala Met Asp Ala Asn Ser Gin Phe 

180 185 190 

Thr Ser Thr Tyr lie Leu Thr Ala Met Ala lie Asp Arg Tyr Leu Ala 

195 200 205 

Thr Val His Pro lie Ser Ser Thr Lys Phe Arg Lys Pro Ser Val Ala 

210 215 220 

Thr Leu Val lie Cys Leu Leu Trp Ala Leu Ser Phe lie Ser lie Thr 
225 230 235 240 

Pro Val Trp Leu Tyr Ala Arg Leu lie Pro Phe Pro Gly Gly Ala Val 

245 250 255 

Gly Cys Gly lie Arg Leu Pro Asn Pro Asp Thr Asp Leu Tyr Trp Phe 

260 265 270 

Thr Leu Tyr Gin Phe Phe Leu Ala Phe Ala Leu Pro Phe Val Val lie 

275 280 285 

Thr Ala Ala Tyr Val Arg lie Leu Gin Arg Met Thr Ser Ser Val Ala 

290 295 300 

Pro Ala Ser Gin Arg Ser lie Arg Leu Arg Thr Lys Arg Val Thr Arg 
305 310 315 320 

Thr Ala lie Ala lie Cys Leu Val Phe Phe Val Cys Trp Ala Pro Tyr 

325 330 "* 335 

Tyr Val Leu Gin Leu Thr Gin Leu Ser lie Ser Arg Pro Thr Leu Thr 

340 345 ~ 350 

Phe Val Tyr Leu Tyr Asn Ala Ala lie Ser Leu Gly Tyr Ala Asn Ser 

355 360 365 

Cys Leu Asn Pro Phe Val Tyr He Val Leu Cys Glu Thr Phe Arg Lys 

370 375 380 

Arg Leu Val Leu Ser Val Lys Pro Ala Ala Gin Gly Gin Leu Arg Ala 
385 390 395 400 

Veil Ser- Asn Ala Gin Thr Ala Asp Glu Glu Arg Thr Glu Ser Lys Gly 
405 410 415 

Thr 



<210> 5 
<211> 1269 
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<212> DNA 
<213> Human 



id 



<400> 5 
atgtcagtgg 
ggctgccagg 
ggtggcaggc 
tgggagcagg 
cccaacgcca 
cgcacgggga 
ctcctgggca 
cactggtgca 
tttctcctgg 
ggggagacca 
tacatcctga 
acgaagttcc 
ttcatcagca 
gtgggctgcg 
cagtttttcc 
ctgcagcgca 
aagagggtga 
tactatgtgc 
ttatacaatg 
atcgtgctct 
gggcagcttc 
ggcacctga 

<210> 6 
<211> 422 
<212> PRT 
<213> Human 



gagccatgaa 
ctacggagga 
gctggaggct 
cgaccggcac 
gcaacacctc 
gcatctccta 
tcatcgggaa 
acaacgtccc 
gcatgccctt 
tgtgcaccct 
ccgccatggc 
ggaagccctc 
tcacccctgt 
gcatacgcct 
tggcctttgc 
tgacgtcctc 
cccgcacagc 
tacagctgac 
cggccatcag 
gtgagacgtt 
gcgctgtcag 



gaagggagtg 
agaccccctt 
gccgcagcct 
tggctggatg 
tgatggcccc 
catcaacatc 
ctccacggtc 
cgacatcttc 
catgatccac 
catcacggcc 
cattgaccgc 
tgtggccacc 
gtggctgtat 
gcccaaccca 
cctgcctttt 
agtggccccc 
catcgccatc 
ccagttgtcc 
cttgggctat 
ccgcaaacgc 
caacgctcag 



gggagggcag 
cccaactgcg 
gcgtgggtgg 
gacctggaag 
gataacctca 
atcatgcctt 
atcttcgcgg 
atcatcaacc 
cagctcatgg 
atggatgcca 
tacctggcca 
ctggtgatct 
gccagactca 
gacactgacc 
gtggtcatca 
gcctcccagc 
tgtctggtct 
atcagccgcc 
gccaacagct 
ttggtcctgt 
acggctgacg 



ttgggcttgg 
gggcttgcgc 
aggggagctc 
cctcgctgct 
cttcggcagg 
cggtgttcgg 
tcgtgaagaa 
tctcggtagt 
gcaatggggt 
atagtcagtt 
ctgtccaccc 
gcctcctgtg 
tccccttccc 
tctactggtt 
cagccgcata 
gcagcatccg 
tctttgtgtg 
cgaccctcac 
gcctcaaccc 
cggtgaagcc 
aggagaggac 



aggcggcagc 
tccgggacaa 
agctcggttg 
gcccactggt 
atcacctcct 
caccatctgc 
gtccaagctg 
agatctcctc 
gtggcacttt 
caccagcacc 
catctcttcc 
ggccctctcc 
aggaggtgca 
caccctgtac 
cgtgaggatc 
gctgcggaca 
ctgggcaccc 
ctttgtctac 
ctttgtgtac 
tgcagcccag 
agaaagcaaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1269 



<400> 6 






























Met 


Ser 


Val 


Gly 


Ala 


Met 


Lys 


Lys 


Gly 


Val 


Gly 


Arg 


Ala 


Val 


Gly 


Leu 


1 








5 










10 










15 




Gly 


Gly 


Gly 


Ser 


Gly 


Cys 


Gin 


Ala 


Thr 


Glu 


Glu 


Asp 


Pro 


Leu 


Pro 


Asn 








20 










25 










30 






Cys 


Gly 


Ala 


Cys 


Ala 


Pro 


Gly 


Gin 


Gly 


Gly 


Arg 


Arg 


Trp 


Arg 


Leu 


Pro 






35 










40 










45 








Gin 


Pro 


Ala 


Trp 


Val 


Glu 


Gly 


Ser 


Ser 


Ala 


Arg 


Leu 


Trp 


Glu 


Gin 


Ala 




50 










55 










60 








Thr 


Gly 


Thr 


Gly 


Trp 


Met 


Asp 


Leu 


Glu 


Ala 


Ser 


Leu 


Leu 


Pro 


Thr 


Gly 


65 










70 










75 










80 


Pro 


Asn 


Ala 


Ser 


Asn 


Thr 


Ser 


Asp 


Gly 


Pro 


Asp 


Asn 


Leu 


Thr 


Ser 


Ala 










85 










90 










95 




Gly 


Ser 


Pro 


Pro 


Arg 


Thr 


Gly 


Ser 


He 


Ser 


Tyr 


He 


Asn 


He 


He 


Met 








100 










105 










110 






Pro 


Ser 


Val 


Phe 


Gly 


Thr 


He 


Cys 


Leu 


Leu 


Gly 


He 


He 


Gly 


Asn 


Ser 






115 










120 








125 






Thr 


Val 


lie 


Phe 


Ala 


Val 


Val 


Lys 


Lys 


Ser 


Lys 


Leu 


His 


Trp 


Cys 


Asn 




130 










135 










140 










Asn 


Val 


Pro 


Asp 


lie 


Phe 


He 


He 


Asn 


Leu 


Ser 


Val 


Val 


Asp 


Leu 


Leu 


145 










150 










155 








160 


Phe 


Leu 


Leu 


Gly 


Met 


Pro 


Phe 


Met 


He 


His 


Gin 


Leu 


Met 


Gly 


Asn 


Gly 








Phe 


165 


Giu 








170 










175 


V » _ T 

VciJ. 


Trp 


His 


Gly 


Thr 


Met 


Cys 


Thr 


Leu 


He 


Thr 


Ala 


Met 


Asp 








180 










185 










190 




Ala 


Asn 


Ser 


Gin 


Phe 


Thr 


Ser 


Thr 


Tyr 


He 


Leu 


Thr 


Ala 


Met 


Ala 


He 






195 










200 








205 








Asp 


Arg 


Tyr 


Leu 


Ala 


Thr 


Val 


His 


Pro 


He 


Ser 


Ser 


Thr 


Lys 


Phe 


Arg 




210 










215 










220 
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Lys 


Pro 


Ser 


Val 


Ala 


Thr 


Leu 


Val 


He 


Cys 


Leu 


Leu 


Trp 


Ala 


Leu 


ser 


225 










230 










23 5 










Z 4 U 


Phe 


He 


Ser 


He 


Thr 
245 


Pro 


Val 


Trp 


Leu 


Tyr 
2 50 


Ala 


Arg 


Leu 


lie 


Pro 

o c c 


Phe 


Pro 


Gly 


Gly 


Ala 
260 


Val 


Gly 


Cys 


Gly 


He 
265 


Arg 


Leu 


Pro 


Asn 


Pro 

o *7 r\ 

270 


Asp 


Thr 


Asp 


Leu 


Tyr 


Trp 


Phe 


Thr 


Leu 


Tyr 


Gin 


Phe 


Phe 


Leu 


Ala 


Phe 


Ala 


Leu 




275 










280 










285 








Pro 


Phe 
290 


Val 


Val 


He 


Thr 


Ala 
295 


Ala 


Tyr 


Val 


Arg 


He 
300 


Leu 


Gin 


Arg 


Met 


Thr 


Ser 


Ser 


Val 


Ala 


Pro 


Ala 


Ser 


Gin 


Arg 


Ser 


lie 


Arg 


Leu 


Arg 


Thr 


305 










310 










315 












Lys 


Arg 


Val 


Thr 


Arg 


Thr 


Ala 


He 


Ala 


He 


Cys 


Leu 


Val 


Pne 


Til- 

Pne 


Val 








325 










330 










335 




Cys 


Trp 


Ala 


Pro 
340 


Tyr 


Tyr 


Val 


Leu 


Gin 
345 


Leu 


Thr 


Gin 


Leu 


Ser 
350 


He 


Ser 


Arg 


Pro 


Thr 
355 


Leu 


Thr 


Phe 


Val 


Tyr 
360 


Leu 


Tyr 


Asn 


Ala 


Ala 
365 


He 


Ser 


Leu 


Gly 


Tyr 
370 


Ala 


Asn 


Ser 


Cys 


Leu 
375 


Asn 


Pro 


Phe 


Val 


Tyr 
380 


He 


Val 


Leu 


Cys 


Glu 


Thr 


Phe 


Arg 


Lys 


Arg 


Leu 


Val 


Leu 


Ser 


Val 


Lys 


Pro 


Ala 


Ala 


Gin 


385 






390 










395 










400 


Gly 


Gin 


Leu 


Arg 


Ala 


Val 


Ser 


Asn 


Ala 


Gin 


Thr 


Ala 


Asp 


Glu 


Glu 


Arg 






405 










410 










415 




Thr 


Glu 


Ser 


Lys 
420 


Gly 


Thr 























o 
O 



<210> 7 

<211> 207 

<212> DNA 

9 " <213> Human 



<400> 7 

H 5 atgtcagtgg gagccatgaa gaagggagtg gggagggcag ttgggcttgg aggcggcagc 6 0 

Is* ggctgccagg ctacggagga agaccccctt cccaactgcg gggcttgcgc tccgggacaa 12 0 

H ggtggcaggc gctggaggct gccgcagcct gcgtgggtgg aggggagctc agctcggttg 180 

J? tgggagcagg cgaccggcac tggctgg 2 07 

fy <210> 8 
<211> 69 
<212> PRT 
<213> Human 

<400> 8 

Met Ser Val Gly Ala Met Lys Lys Gly Val Gly Arg Ala Val Gly Leu 

15 10 15 

Gly Gly Gly Ser Gly Cys Gin Ala Thr Glu Glu Asp Pro Leu Pro Asn 

20 25 30 

Cys Gly Ala Cys Ala Pro Gly Gin Gly Gly Arg Arg Trp Arg Leu Pro 

35 40 45 

Gin Pro Ala Trp Val Glu Gly Ser Ser Ala Arg Leu Trp Glu Gin Ala 

50 55 60 

Thr Gly Thr Gly Trp 
65 

<210> 9 
<211> 2483 
<212> DNA 
<213> Human 

<400> 9 

atgtcagtgg gagccatgaa gaagggagtg gggagggcag ttgggcttgg aggcggcagc 60 
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Id 



ggctgccagg 
ggtggcaggc 
tgggagcagg 
cccaacgcca 
gggagccctc 
actgcttggg 
aggggcagga 
ggcgaaggca 
ctcgctgctg 
gagaagctgg 
cagcttttta 
ggccctggga 
gcttcctgac 
ggaaggaaaa 
cagtttctgt 
ccccgctagg 
agcctctaca 
gagatctcca 
acacacatac 
tgaagcccgg 
tgcaggaggc 
ttcaccagga 
agaatggtgg 
ggatgtcagt 
caggatcacc 
tcggcaccat 
agaagtccaa 
tagtagatct 
gggtgtggca 
agttcaccag 
accccatctc 
tgtgggccct 
tcccaggagg 
ggttcaccct 
catacgtgag 
tccggctgcg 
tgtgctgggc 
tcacctttgt 
acccctttgt 
agcctgcagc 
ggacagaaag 

<210> 10 
<211> 12 
<212> DNA 
<213> Human 



ctacggagga 
gctggaggct 
cgaccggcac 
gcaacacctc 
cctcctctgg 
aaactttatc 
gaaaaggggg 
tattcagaat 
ggttccaaag 
agggtggtat 
ctcccacttg 
agggaagact 
atttccagag 
gaggaaaggc 
ctctgcttca 
aagcctgggg 
agacagtcac 
aaatgaaaca 
acagacactt 
ggctcacaga 
aggcatgttg 
aactcatgga 
gagaggattc 
tctcagagca 
tcctcgcacg 
ctgcctcctg 
gctgcactgg 
cctctttctc 
ctttggggag 
cacctacatc 
ttccacgaag 
ctccttcatc 
tgcagtgggc 
gtaccagttt 
gatcctgcag 
gacaaagagg 
accctactat 
ctacttatac 
gtacatcgtg 
ccaggggcag 
caaaggcacc 



agaccccctt 
gccgcagcct 
tggctggatg 
tgatggcccc 
gctgtgggtg 
acagttcttg 
caatggtccg 
ggcaaggaag 
atgcttggca 
gtgggagaca 
gatgatgagg 
tcacagagcc 
ctgcggtgcc 
ttatgtagat 
ctcaagaagc 
tagggagagc 
ccacagatat 
ctcagggcta 
acttttgtgt 
gtaatctctg 
tgtccttcca 
gaagggaaaa 
cagatgaacg 
aagcccatgt 
gggagcatct 
ggcatcatcg 
tgcaacaacg 
ctgggcatgc 
accatgtgca 
ctgaccgcca 
ttccggaagc 
agcatcaccc 
tgcggcatac 
ttcctggcct 
cgcatgacgt 
gtgacccgca 
gtgctacagc 
aatgcggcca 
ctctgtgaga 
cttcgcgctg 
tga 



cccaactgcg 
gcgtgggtgg 
gacctggaag 
gataacctca 
gaaaatggga 
gggacaagat 
caggggcaga 
gggggccagc 
gaaaaaattc 
gctgggggct 
tctgagacat 
atgaggggat 
ctgggattcc 
aatttttcca 
ccaggctcag 
tgctggcttg 
gcccaagaat 
cacataggaa 
ccttctggct 
cagacaactg 
agacagatgg 
gggacaagat 
gtgggtcgct 
caaacagcca 
cctacatcaa 
ggaactccac 
tccccgacat 
ccttcatgat 
ccctcatcac 
tggccattga 
cctctgtggc 
ctgtgtggct 
gcctgcccaa 
ttgccctgcc 
cctcagtggc 
cagccatcgc 
tgacccagtt 
tcagcttggg 
cgttccgcaa 
tcagcaacgc 



gggcttgcgc 
aggggagctc 
cctcgctgct 
cttcggcagg 
aggtttcacc 
ctgtggtctg 
cgggcaggag 
cgtgagacag 
caggctggaa 
cactcctgca 
ccttactgcc 
taacttttct 
agctttgaag 
ggctgctgag 
aagataccaa 
accagggcac 
cagtacacag 
aagcacgcac 
atgctgacga 
tggttcttgc 
ctcagggcac 
tagcaacagt 
ggaggctgag 
acgcttgctc 
catcatcatg 
ggtcatcttc 
cttcatcatc 
ccaccagctc 
ggccatggat 
ccgctacctg 
caccctggtg 
gtatgccaga 
cccagacact 
ttttgtggtc 
ccccgcctcc 
catctgtctg 
gtccatcagc 
ctatgccaac 
acgcttggtc 
tcagacggct 



tccgggacaa 
agctcggttg 
gcccactggt 
tgagttgact 
cctgagccaa 
ctttgctctg 
cagagcaggg 
caggggaagg 
aagcaagcga 
ctgttagcct 
acctgggaga 
ggtgaattaa 
gagaaaggaa 
ctccaacaga 
tcaaggaaat 
agccggcaaa 
tttccaacca 
acacacacac 
gttttcctgg 
ctctggtgcc 
tctggtagga 
gaagggaggg 
catgccagca 
cttctgtccc 
ccttcggtgt 
gcggtcgtga 
aacctctcgg 
atgggcaatg 
gccaatagtc 
gccactgtcc 
atctgcctcc 
ctcatcccct 
gacctctact 
atcacagccg 
cagcgcagca 
gtcttctttg 
cgcccgaccc 
agctgcctca 
ctgtcggtga 
gacgaggaga 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2483 



<220> 

<221> misc_feature 
<222> (1) . . . (12) 
<223> r = A or G 



<400> 10 
gccgccrcca tc 
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